. Primers utilized for creation of OtCE15A variants and for cloning of the GH30 xylanase from Bacteroides ovatus (BoGH30).
Substrate
Km ( 
OtCE15A-S267A
S267A-f S267A-r
GCATGCACGGCTCGGCAAG GCCGTGCATGCCCGTGC

OtCE15A-H408A
H408A-f H408A-r
CCGGCCGGAATGACCGCGC TCCGGCCGGCCCCGG
OtCE15A-E290A
E290A-f E290A-r
TCGAACGCATCCGGTTGCGG ACCGGATGCGTTCGAGATCACCAG
OtCE15A-D356A
D356A-f D356A-r
GAGGACGCTGATTGGGCGGATC CCAATCAGCGTCCTCGGCACTC
BoGH30
BoGH30-f BoGH30-r CTTCCAGGGCCATAGTTGTTCGGGAGGGGAAGATGAAAAAAAAG TGGTGGTGCTCGAGTCTAAAATGTCAATCTGACTGAAGTTATACTGTTAGCA Figure S1 . Correlation of a leucine residue and MeGalA activity in CE15 members. Excerpt of a multiple sequence alignment with select CE15 members from Opitutus terrae (Ot), Solibacter usitatus (Su), Spirosoma linguale (Sl), and Teredinibacter turnerae (Tt) shown together with their activities on MeGlcA and MeGalA. Amino acid numbering corresponds to the OtCE15A enzyme, and the catalytic Ser residue is marked with a cyan asterisk. The leucine residue and high activity on a substrate is highlighted in green. Intermediately sized residues and reduced activity if highlighted yellow. Other residues found at the equivalent position and their associated diminished activity values are highlighted in magenta. The activity measurements are from previously determined results (1).
